The family Kineosporiaceae was proposed for the genera Kineococcus, Kineosporia and Quadrisphaera by Zhi et al. (2009) . Later, two more genera, Angustibacter and Pseudokineococcus, were established by Tamura et al. (2010) and Jurado et al. (2011) , respectively. The genus Angustibacter was named to accommodate one bacterial strain isolated from subarctic forest soil, and, at present, comprises only one species, Angustibacter luteus. The genus Angustibacter is characterized as Gram-positive, nonmotile, non-spore-forming, facultatively anaerobic cocci to rods. Chemotaxonomically, its peptidoglycan is of A type (A1c sensu Schleifer & Kandler, 1972) , and also it contains diphosphatidylglycerol, phosphatidylglycerol, phosphatidylinositol and phosphatidylinositol mannoside as the major polar lipids, MK-9(H 4 ) as the major menaquinone, and iso-C 17 : 0 , iso-C 15 : 0 and C 16 : 0 as the predominant cellular fatty acids.
During a study of the cultivable aerobic bacterial community in an air sample collected in Jeju island, Republic of Korea, a novel Angustibacter-like actinomycete was isolated. Strain 7402J-48 T was isolated under aerobic conditions on an R2A (Difco) agar plate. The strain was purified and maintained on R2A agar plates and stored as a suspension in 20 % (v/v) glycerol at 220 u C or as lyophilized cells.
Cell morphology was observed under light microscopy (AXIO; Zeiss) and transmission electron microscopy (LEO model 912AB) with cells grown on R2A agar at 28 uC for 2 days. Cell staining was tested according to the method of Hucker (Smibert & Krieg, 1994) . Degradation of casein, starch and tyrosine was examined on R2A agar plates containing milk powder (5 %, w/v), starch (1 %, w/v) and tyrosine (0.1 %, w/v), respectively. Hydrolysis of CMcellulose and Tween 80 was examined using R2A agar supplemented with 1 % (w/v) of the substrate. DNase activity was determined with DNase test agar (Difco). Catalase activity was tested using the 3 % (v/v) H 2 O 2 drop method with young cells grown on R2A agar. Oxidase activity was determined using a 1 % solution of tetramethyl-p-phenylenediamine dihydrochloride. Anaerobic growth was checked using incubation in the BBL GasPak Anaerobic System (Difco) at 28 u C on R2A agar for 14 days. Optimum growth conditions were checked by culturing at different temperatures, pH and NaCl concentrations for up to 14 days. Growth was monitored in R2A broth in the range 4-45 u C. The pH range (pH 5.0-10.0 at intervals of 1.0 pH units) for growth was determined in R2A broth that was buffered with citrate/ phosphate buffer or Tris/hydrochloride buffer (Breznak & Costilow, 1994 ). NaCl tolerance was tested by culturing in R2A broth containing NaCl at various concentrations (0, 1, 2, 3, 5 and 7 %, w/v). Enzyme activities, utilization of carbon sources and acid production from substrates were tested with commercial API ZYM, API 20NE, API ID 32GN and API 50CH kits according to the manufacturer's protocols (bioMérieux).
The almost-complete 16S rRNA gene sequence of strain 7402J-48 T was determined by using a previously reported procedure (Weon et al., 2006) . The resultant 16S rRNA gene sequence (1467 bp) was aligned using the ARB software package (Ludwig et al., 2004) and was added to the alignment of the SILVA SSURef 106 database (release April 2011; Pruesse et al., 2007) . The aligned nucleotide positions with 30 and 50 % conservation and without filter were used for phylogenetic analyses in MEGA version 4.0 (Tamura et al., 2007) . Phylogenetic trees were inferred using neighbour-joining with the Kimura two-parameter model and using maximum-parsimony. To determine levels of 16S rRNA gene sequence similarity among strains, the EzTaxon server (http://www.eztaxon.org/; Kim et al., 2012) was used.
Menaquinones and polar lipids were extracted and analysed as described by Minnikin et al. (1984) . The cellular fatty acids were extracted, methylated and separated by GC (model 6890; Hewlett Packard) according to the protocol of the Sherlock Microbial Identification System (MIDI; Sasser, 1990) . The fatty acid methyl esters were identified and quantified by using the TSBA 6 database (version 6.10) of the Sherlock Microbial Identification System (MIDI). For peptidoglycan analysis, strain 7402J-48 T was grown in liquid NBRC medium 227 [0.4 % yeast extract, 1.0 % malt extract, 0.4 % glucose; pH 7.3 (liquid ISP 2 medium)] on a rotary shaker for 72 h at 28 u C. Cell-wall samples were prepared from approximately 1 g of wet cells by mechanical disruption with an ultrasonic oscillator and glass beads. The cell walls were separated from unbroken cells by differential centrifugation in distilled water, and further purified in boiling 4 % SDS (100 u C, 40 min), followed by several washings with distilled water. Molar ratios of the amino acids in cell-wall hydrolysates (4 M HCl, 16 h) were determined using the method described by Hamada et al. (2010) . The amino acid isomers in cell-wall hydrolysates were examined using the method described by Nozawa et al. (2007) using a liquid chromatograph-mass spectrometer (model LCMS-2020; Shimadzu). Sugar analysis of whole cells was carried out as described by Staneck & Roberts (1974) . Mycolic acids were analysed as described by Minnikin et al. (1980) . The acyl type of the cell wall was analysed according to the method of Uchida & Aida (1984) . DNA-DNA hybridization was carried out as described by Seldin & Dubnau (1985) . Probe labelling was conducted using the non-radioactive DIG High Prime DNA Labelling and Detection Starter kit II (Roche Molecular Biochemicals). The hybridized DNA was visualized using the DIG luminescent detection kit (Roche Molecular Biochemicals). DNA-DNA relatedness was quantified with a densitometer (Bio-Rad). The G+C content of the DNA was determined using HPLC (Mesbah et al., 1989) .
Cells of strain 7402J-48
T were aerobic, flagellated, Grampositive short rods (0.9-1.2 mm wide and 1.5-1.8 mm long) ( Supplementary Fig. S1 in IJSEM Online). It was able to grow on R2A agar, nutrient agar (NA; Difco) and trypticase soy agar (TSA; Difco), but not on MacConkey agar (Difco). Colonies on R2A agar at 28 u C changed from light orange to orange with age, and were convex and irregular. Other phenotypic characteristics of strain 7402J-48 T , including physiological and biochemical data, are given in the species description and Table 1 . Strain 7402J-48 T could be differentiated from A. luteus TT07R-79 T based on several phenotypic characteristics such as O 2 requirement for growth, catalase, motility, temperature range for growth, assimilation of and acid production from substrates, and enzyme activities (Table 1) .
The neighbour-joining tree without filter based on 16S rRNA gene sequences revealed that strain 7402J-48 T belonged to the genus Angustibacter. Strain 7402J-48 T had highest 16S rRNA gene sequence similarity with A. luteus TT07R-79 T (98.6 %), showing relatively low sequence similarities (below 95.1 %) with other members of the family Kineosporiaceae. The neighbour-joining tree ( Fig. 1) showed that strain 7402J-48
T formed a robust cluster with A. luteus TT07R-79 T (100 % bootstrap support) and formed a separate lineage within the family Kineosporiaceae. The maximum-parsimony tree as well as other neighbour-joining trees with 30 and 50 % conservation filters showed similar topologies (data not shown).
Strain 7402J-48
T had diphosphatidylglycerol, phosphatidylglycerol, phosphatidylinositol, phosphatidylinositol mannoside and an unknown lipid as polar lipids. The predominant menaquinone in strain 7402J-48 T was MK-9(H 4 ) (94 %), with MK-8(H 4 ) (6 %) as a minor component. The peptidoglycan contained alanine (Ala), glutamic acid (Glu) and 2,6-diaminopimelic acid (A 2 pm) in a molar ratio of 1.7 : 1.0 : 0.7. Enantiomeric analysis of the peptidoglycan amino acids revealed the presence of D-Glu, DAla, L-Ala and meso-A 2 pm. These data strongly suggested that the cell-wall peptidoglycan of strain 7402J-48 T was of A1c type (Schleifer & Kandler, 1972) . Both strain 7402J-48 T and A. luteus TT07R-79 T had glucose, rhamnose and ribose as cell-wall sugars. Mycolic acids were absent. The acyl type of the cell-wall muramic acid was acetyl. The fatty acid profile of strain 7402J-48 T comprised a large amount of anteiso-C 15 : 0 (32.6 %), moderate amounts of C 16 : 0 (11.1 %), summed feature 3 (including C 16 : 1 v7c and/or C 16 : 1 v6c) (9.1 %), C 17 : 0 (8.6), iso-C 15 : 0 (7.4 %), C 16 : 0 N alcohol (7.3 %) and C 17 : 1 v8c (6.8 %) and other minor components ( T represents a novel Angustibacter species for which we propose the name Angustibacter aerolatus sp. nov.
Emended description of the genus Angustibacter Tamura et al. 2010
The description is as given by Tamura et al. (2010) with the following amendments. Cells are variable in motility and catalase, and are aerobic or facultatively anaerobic. Dominant fatty acids (more than 10 % in each species) are anteiso-C 15 : 0 , iso-C 15 : 0 , C 16 : 0 , iso-C 16 : 0 and summed feature 9 (including iso-C 17 : 1 v9c and/or C 16 : 0 10-methyl).
Description of Angustibacter aerolatus sp. nov.
Angustibacter aerolatus (ae.ro.la9tus. Gr. n. aer air; L. part. adj. latus carried; N.L. masc. part. adj. aerolatus airborne).
Cells are Gram-positive, aerobic, flagellated, short rods (0.9-1.2 mm wide and 1.5-1.8 mm long). Grows at 10-37 u C (optimum, 30 u C) and at pH 6.0-8.0 (optimum, 7.0). Able to grow without NaCl added to the medium and does not tolerate a salt level of 1 %. Hydrolyses tyrosine, but not casein, chitin, CM-cellulose, DNA, hypoxanthine, S.-J. Kim and others Tween 80, starch or xanthine. According to API 20NE and API ZYM test strips, positive for aesculin hydrolysis, acid phosphatase, alkaline phosphatase, cystine arylamidase, esterase (C4), esterase lipase (C8), a-galactosidase, bgalactosidase, a-glucosidase, b-glucosidase, leucine arylamidase, naphthol-AS-BI-phosphohydrolase and valine arylamidase, but negative for nitrate reduction, indole production, glucose fermentation, arginine dihydrolase, urease, N-acetyl-b-glucosaminidase, a-chymotrypsin, afucosidase, b-glucuronidase, a-mannosidase, lipase (C14) and trypsin. According to API 20NE and API 32GN tests, assimilates L-arabinose, D-glucose, glycogen, inositol, Dmaltose, D-mannose, melibiose and D-sucrose, weakly assimilates potassium 5-ketogluconate, D-ribose and salicin, but does not assimilate N-acetylglucosamine, adipic acid, L-alanine, capric acid, L-fucose, L-histidine, 4-hydroxybenzoic acid, 3-hydroxybutyric acid, itaconic acid, lactic acid, malic acid, D-mannitol, phenylacetic acid, potassium gluconate, potassium 2-ketogluconate, L-proline, propionic acid, L-rhamnose, L-serine, sodium acetate, sodium malonate, D-sorbitol, suberic acid, trisodium citrate or valeric acid. In the API 50CH system, produces acids from
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